PubMed History 



NCBI 



All Databases 

Search PubMed 



About Entrez 
Text Version 

Entrez PubMed 

Overview 
Help I FAQ 
Tutorials 

New/Notev^^orthy ^ 
E-Utilities 

PubMed Services 
Journals Database 
MeSH Database 
Single Citation 
Matcher 
Batch Citation 
Matcher 
Clinical Queries 
Special Queries 
UnkOut 
My NCBI 

Related Resources 
Order Documents 
NLM Mobile 
NLM Catalog 
NLM Gateway 
TOXNET 
Consumer Health 
Clinical Alerts 
ClinicalTrials.gov 

PubMed Central 



Pubteed 



Page 1 of 1 



A scnnice of the National librar>^ of Medicine 
and the National Institutes; of Health 



PubMed 



Nucleotide 

^ for 



pubmed.gov 

Protein Genome 



My NCBI m 

[Sig n In] [Register ] 



Entrez 2.0 



structure 



OMIM 



PMC 



Journals 



Books 



Preview Go Clear 



Limits Preview/Index History Clipboard Details 

• Search History will be lost after eight hours of inactivity. 

• Search numbers may not be continuous; all searches are represented. 

• To save search indefinitely, click query # and select Save in My NCBI. 

• To combine searches use #search, e.g., #2 AND #3 or click query # for 

Search Most Recent Queries 

#1 1 Search BRCA2 fusion protein 
#10 Search RAD51 fusion protein 
#7 Search #5 and structure 

#9 Search fds 

#6 Search #5 and crystal and structure 
#5 Search RAD51-BRC 
#2 Search #1 and crystal 
m Search RAD51 and BRC 



more options. 



Time 


Result 


11:48:00 


22 


11:47:26 


74 


11:47:08 


9 


11:45:52 


404 


09:31:29 


2 


09:31:15 


31 


09:17:51 


2 


09:17:08 


31 



[ Clear History ] 



Write to the Help Desk 
NCBI I NLM I NIH 
De partment of Health & Human Services 
Privacy Statement | Freedom of Information Act | Disclaimer 



http.V/www.ncbi.nlm.nih.gov/sites/entrez 



6/13/2007 



Search History Transcript 



Page 1 of 1 



WEST Search History 

[ Hide Items ] [ Restore ] | Clear | f Cancel 



DATE: Wednesday, June 13, 2007 

Hide? Set Name Query 

DB=PGPB,USPT,USOC,EPAB,JPAB,DWPI; PLUR=YES: OP=ADJ 



Hit Count 



□ 


L5 


RAD51 and (venkitaraman$ or pellegrini$ or blundell$ or yu$ or bates$),in. 


18 


□ 


L4 


RAD51 and BRC and "crystal" .elm. 


1 


□ 


L3 


LI and "crystal".clm. 


0 


□ 


L2 


LI and crystal 


14 


□ 


LI 


RAD51 and BRCA 


40 



END OF SEARCH HISTORY 



http://jupiter2:9000/bin/cgi-bin/srchhist.pl?state=gun2ql.6.1&f=tocl&userid=akim3 



6/13/2007 



STN 



10531242 
=> dhis 

(FILE 'HOME' ENTERED AT 13:04:12 ON 13 JUN 2007) 

FILE 'CAPLUS' ENTERED AT 13:04:53 ON 13 JUN 2007 
LI 34 S RAD51 AND BRC 

L2 4 S LI AND CRYSTAL 

=> d L2 1-4 

L2 ANSWER 1 OF 4 CAPLUS COPYRIGHT 2007 ACS on STN 
AN 2004:354973 CAPLUS 
DN 140:334412 

TI Use of crystal structure of human RAD51-BRCA2 

BRC repeat complex in screening for anti tumor agents 

IN Venkitaraman, Ashok; Pellegrini, Luca; Blundell, Tom; Yu, David; Lo, 
Thomas; Bates, Debbie; Shivji, Mahmud; Anand, Shubha; Lee, Miyoung 

PA Cambridge University Technical Services Ltd., UK 

SO PCT Int. Appl., 102 pp. 
CODEN: PIXXD2 

DT Patent 

LA English 

FAN.CNT 1 



PATENT NO. 


KIND 


DATE 


APPLICATION NO. 


DATE 


WO 


2004035621 


A2 


20040429 


WO 


2003-GB4485 


20031014 


WO 


2004035621 


A3 


20040826 








AU 


2003271967 


Al 


20040504 


AU 


2003-271967 


20031014 


,EP 


1551871 


A2 


20050713 


EP 


2003-753806 


20031014 


EP 


1650223 


A2 


20060426 


EP 


2005-26068 


20031014 


EP 


1650223 


A3 


20060726 








US 


2006234293 


Al 


20061019 


US 


2005-531242 


20050524 


GB 


2002-23860 • 


A 


20021014 








EP 


2003-753806 


A3 


20031014 








WO 


2003-6B4485 


W 


20031014 









L2 ANSWER 2 OF 4 CAPLUS COPYRIGHT 2007 ACS on STN 
AN 2003:705265 CAPLUS 
DN 140:72789 

TI Sequence fingerprints in BRCA2 and RAD51: implications for DNA 
repair and cancer 

AU Lo, Thomas; Pellegrini, Luca; Venkitaraman, Ashok R.; Blundell, Tom L. 
CS Department of Biochemistry, University of Cambridge, Cambridge, CB2 IGA, 
UK 

SO DNA Repair (2003), 2(9), 1015-1028 

CODEN: DRNEAR; ISSN: 1568-7864 
PB Elsevier Science B.V. 
DT Journal 
LA English 

RE.CNT 61. THERE ARE 61 CITED REFERENCES AVAILABLE FOR THIS RECORD 
ALL CITATIONS AVAILABLE IN THE RE FORMAT 

L2 ANSWER 3 OF 4 CAPLUS COPYRIGHT 2007 ACS on STN 
AN 2003:681788 CAPLUS 
DN 139:318901 

TI Full-length archaeal RadSl structure and mutants: mechanisms for 
RAD51 assembly and control by BRCA2 

AU Shin, David S.; Pellegrini, Luca; Daniels, Douglas S.; Yelent, Biana; 
Craig, Lisa; Bates, Debbie; Yu, David S.; Shivji, Mahmud K. ; Hitomi, 
Chiharu; Arvai, Andrew S.; Volkmann, Niels; Tsuruta, Hiro; Blundell, Tom 



L,/ Venkitaraman, Ashok R.; Tainer, John A. 
CS Department of Molecular Biology and The Skaggs Institute for Chemical 

Biology, The Scripps Research Institute, La Jolla, CA, 92037, USA 
SO EMBO Journal (2003), 22(17), 4566-4576 

CODEN: EMJODG; ISSN: 0261-4189 
PB Oxford University Press 
DT Journal 
LA English 

RE.CNT 42 THERE ARE 42 CITED REFERENCES AVAILABLE FOR THIS RECORD 
ALL CITATIONS AVAILABLE IN THE RE FORMAT 

L2 ANSWER 4 OF 4 CAPLUS COPYRIGHT 2007 ACS on STN 
AN 2002:883768 CAPLUS 
DN 138:200905 

TI Insights into DNA recombination from the structure of a RAD51 
-BRCA2 complex 

AU Pellegrini, Luca; Yu, David S.; Lo, Thomas; Anand, Shubha; Lee, MiYoung; 

Blundell, Tom L.; Venkitaraman, Ashok R. 
CS Department of Biochemistry, University of Cambridge, Cambridge, CB2 IGA, 

UK 

SO Nature (London, United Kingdom) (2002), 420(6913), 287-293 

CODEN: NATUAS; ISSN: 0028-0836 
PB Nature Publishing Group 
DT Journal 
LA English 

RE.CNT 35 THERE ARE 3 5 CITED REFERENCES AVAILABLE FOR THIS RECORD 
ALL CITATIONS AVAILABLE IN THE RE FORMAT 
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Primary Citation 



History 



Experimental 
Method 



Parameten 



DOI 1 0.221 0/pdb1nOw/pdb images and \ 

Biological MoU 



Crystal structure of a RAD51-BRCA2 
BRC repeat complex 

Pellegrini, L, Yu, D,S., Lo, 

T., Anand, S., Lee, M., Blundell, 

T.L., Venkltarannan, A.R. 

Pellegrini, L., Yu, D.S.. Lo, T., Anand, 
S.. Lee, M.. Blundell, 
T.L., Venkitaraman, A.R. Insights into 
DNA recombination from the structure of a 
RAD51-BRCA2 complex Nature v420 
pp. 287-293 , 2002 



[Abstract] 



Deposition 2002-10-15 Release 2002- 
11-27 

Type X-RAY DIFFRACTION Data 1 
[EDS] 





ResolutiorrN ^ ^ 
rji,5^ B- Value 
[A] 

'0.191 
(work) 



R-Free 
0.206 



Space 
Group 



P2i 2, 2, 



/ Unit Cell )' 



[A]"^**^ a 57.30 b 59.14 c 77.20 
'Angles gjpha 90.00 beta 90.00 gamma 90.00 



Molecular 
Description 
Asymmetric Unit 



Polymer: 1 Molecule; DNA repair protein 
RAD51 homolog 1 Fragment: ATPase 
domain Chains: A 

Polymer: 2 Molecule: Breast cancer type 2 

susceptibility protein Fragment: BRC 

repeat type 4 Chains: B 

Polymer: 3 Molecule: peptide linker 

Chains: L Other Details: this peptide links 

the BRCA2 to the RAD51 

Polymer: 4 Molecule: ARTIFICIAL GLY- 

SER-MSE-GLY PEPTIDE Chains: C 

Other Details: this peptide comes from the 

expression vector and is linked to the N- 

terminus of BRCA2 



DispU 



MBTPi 



http://vwAv.rcsb,org/pdb/explore.do?structureId= 1 NOW 
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Classification Gene Regulation/antitumor 
Protein 



Source 



Cliemical 
Component 



Polymer: 1 Scientific Name: Homo sapiens Common Ns 

2 Scientific Name: Horn 
Escherichia coll Polyme 

Escherichia coii Polymc 

Escherichia coii 



system: Escherichia coii Polymer: 
Name: Human Expression system: 

Expression system: 

Expression system: 



Unknown 
Unlcnown 



Identifier Name Formula 

MSB SELENOMETHIONINE 

MG MAGNESIUM ION 
EDO 1,2-ETHANEDIOL 
CL CHLORIDE ION cr 



Drug He 
Similarity Sir 



Se 

Mg 2* 



SCOP 
Classification 

(version 1.71) 



CATH 
Classification 

(version v3.0,0) 



Domain 
Info 



dInOwa 



Class 



Fold 



Superfamily Family 



Alpha and contai^ning 
nucleoside 



beta 
proteins 
(a/b) 



RecA 

protein-like 



d1nOwb_ Peptides 



P-loop 
containing 
nu»..c:u=,.uc oucleoside /Ajpace 
triphosphate triphosphate y ^ 
hydrolases hydrolases ^^^^^^) 

BRCA2 



BRCA2 



BRCA2 



BRC4 repeat BRC4 repeat 



BRC4 
repeat 



Domain 



InOwAOO 



Class 



Alpha Beta 



Architecture 



3-Layer(aba) 
Sandwich 



Topology 



Rossnnan 



PFAIVI 
Classification 



Chain PFAM Accession PFAM ID 



A 
B 



PF08423I3 
PF00634 



GO Terms Polymer 



DNA repair protein 
RAD51 homolog 1 
(1N0W:A) 



Rad51 
BRCA2 



Description 
Rad51 

BRCA2 repeat 



Type 
Dom 

Fam 



Molecular Function Biological Process 

• nucleotide 
binding 

• nucleotide 
binding 

• DNA binding 

• DNA binding • DNA 

• damaged DNA metabolic 
binding process 

• damaged DNA • DNA 
binding metabolic 

• ATP binding process 

• ATP binding • DNA repair 

• DNA- • DNA repair 
dependent 

ATPase 
activity 

• DNA- 
dependent 
ATPase 



http://www.rcsb.org/pdb/explore.do?structureId=lNOW 



6/13/2007 



RCSB PDB : Structure Explorer 



Page 3 of 3 



Breast cancer type 2 
susceptibility protein 
(1N0W:B) 

peptide linker (1N0W:L) 
ARTIFICIAL GLY-SER- 
MSE-GLY PEPTIDE 
(1N0W:C) 



activity 

• nucleoside- 
triphosphatase 
activity 

• nucleoside- 
triphosphatase 
activity 

• none 

• none 

• none 



• DNA repair 

• DNA repair 

• none 

• none 



http://www.rcsb.org/pdb/explore.do?structureId==lNOW 
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Features: 0CDD 0 I Refresh 



□ l: P42212 . Reports Green fluorescent... [gi:l 169893] 
Comment Features Se quence 



BLInk, Conserved 
Domains. Links 



LOCUS 
DEFINITION ^ 
ACCESSION 
VERSION 
DBSOURCE 



KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
REMARK 
REFERENCE 
AUTHORS 
TITLE 



linear INV 01-MAY-2007 



P42212 ) 238 aa 

jSree ji^fluorescent protein. 
P42212 

P42212 01:1169893 

swissprot: locus GFP_AEQVI, accession £42212; 

class: standard. 

extra accessions :Q17104,Q27903 

created: Nov 1, 1995. 

sequence updated: Nov 1, 1995. 

annotation updated: May 1, 2007. 

xrefs: M62654 .1 , AAA27722.1 , M62653.1 , AAA27721.1 , L29345.1 , 
AAA58246.1 . X96418.1 , CAA65278.1 , JQ1514 , 1B9CA, 1B9CB, 1B9CC, 
1B9CD, 1BFP_®, 1C4FA, 1CV7A, 1EMA_@, 1EMB_@, lEMCA, lEMCB , lEMCC, 

1EME_@, 1EMF_®, lEMGA, 1EMK__®, 1EML_@, 1EMM_@, 1F09A, IFOBA, 

IGFLB, 1H6RA, 1H6RB , 1H6RC, IHCJA, IHCJB , IHCJC, IHCJD , 

IJCQB , 
IKYSA, 
1QY3A ; 
1W7SA, 
1W7UB, 
1YJ2A, 
2AWKA , 



lEMCD, 
IGFLA, 
IHUYA , 
1KP5A, 
1Q4DA , 
IRMMA, 
IW7TB, 
lYHGA, 
2AH8B, 
2B3QC , 
2G3DA , 
xrefs 



IJBYA , 
1KP5B, 
1Q4EA, 
IRMOA, 
1W7TC , 
lYHGB, 
2AHAA , 
2B3QD, 
2G3DB, 



LJCOA, 
IKYRA, 
IQXTA, 
IRRXA, 
1W7UA, 
lYHIA, 
2AWJA, 



IJCOC , 
IMYWA, 
IQYFA, 
1W7SB, 
1W7UC, 
lYJFA, 
2AWLA, 



IJBZA , 
IKYPA, 
1Q73A, 
IRMPA, 
1W7TD, 
lYHHA, 
2AHAB , 

2EMD_®, 2EMN_@, 2EM0_®, 2FWQA, 2FZUA, 2G16A, 2G2SB, 
2G5ZA, 2G5ZB, 2G6EA 



LJCIA, 
1Q4AA , 
IQYOA, 
1W7SC ; 
1W7UD , 
IZlPA, 
2AWMA, 



IJCIB , 
1Q4BA , 

IQYQA , 

1W7SD; 

lYFPA, 
IZIQA , 
2B3QA, 



IJCIC, 
1Q4CA . 

1RM9A, 
1W7TA, 
lYFPB, 
2AH8A , 
2B3QB, 



(non-sequence databases): LinkHub: P42212 , GO:0008218, 
GO: 0006091, InterPro : IPR009017 , InterPro : IPR011584 , 
InterPro: IPR000786, Gene3D:G3DSA: 2 . 40 . 155 . 10 , Pf am: PF01353 , 
PRINTS : PR01229 , ProDom: PD013756 

3D- structure; Chromophore; Direct protein sequencing; Luminescence; 

Photoprotein. 

Aequorea victoria 

Aequorea victoria 

Eukaryota; Metazoa; Cnidaria; Hydrozoa; Hydroida; Leptomedusae; 

Aequoreidae ; Aequorea . 

1 (residues 1 to 238) 

Prasher,D.C. , Eckenrode, V.K. , Ward,W.W., Prendergast, F.G. and 
Co2rmier,M. J. 

Primary structure of the Aequorea victoria green- fluorescent 
protein 

Gene 111 (2), 229-233 (1992) 

1347277 

NUCLEOTIDE SEQUENCE [MRNA] , AND PARTIAL PROTEIN SEQUENCE . 

2 (residues 1 to 238) 
Inouye,S. and Tsuji,F.I. 

Aequorea green fluorescent protein. Expression of the gene and 
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JOURNAL 
PUBMED 
REMARK 
REFERENCE 
AUTHORS 
TITLE 

JOURNAL 
PUBMED 
REMARK 
REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
REMARK 
REFERENCE 
AUTHORS 

TITLE 

■ JOURNAL 
PUBMED 
REMARK 

REFERENCE 
AUTHORS 
TITLE 
JOURNAL 
PUBMED 
REMARK 

REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
REMARK 

REFERENCE 
AUTHORS 

TITLE 

JOURNAL 
PUBMED 
REMARK 
COMMENT 



fluorescence characteristics of the recombinant protein 
FEBS Lett. 341 (2-3), 277-280 (1994) 

8137953 

NUCLEOTIDE SEQUENCE [MRNA] . 

3 (residues 1 to 238) 

Rouwendal,G. J. , Mendes,0., Wolbert,E.J. and Douwe de Boer, A. 
Enhanced expression in tobacco of the gene encoding green 
fluorescent protein by modification of its codon usage 
Plant Mol. Biol. 33 (6), 989-999 (1997) 

9154981 

NUCLEOTIDE SEQUENCE [MRNA] . 

4 (residues 1 to 238) 

Cody,C.W., Praisher,D.C. , Westler, W.M. , Prendergast , F . G . and 
Ward,W.W. 

Chemical structure of the hexapeptide chromophore of the Aequorea 

green- fluorescent protein 

Biochemistry 32 (5), 1212-1218 (1993) 

8448132 

CHROMOPHORE . 

5 (residues 1 to 238) 

Ormo,M., Cubitt,A.B., Kallio,K., Gross, L. A., Tsien,R.Y. and 
Remington, S.J. 

Crystal structure of the Aequorea victoria green fluorescent 
protein 

Science 273 (5280), 1392-1395 (1996) 

8703075 

X-RAY CRYSTALLOGRAPHY (1.9 ANGSTROMS). 

6 (residues 1 to 238) 

Yang,F., Moss,L.G. and Phillips, G.N. Jr. 

The molecular structure of green fluorescent protein 

Nat. Biotechnol. 14 (10), 1246-1251 (1996) 

9631087 

X-RAY CRYSTALLOGRAPHY (1.9 ANGSTROMS). 

7 (residues 1 to 238) 

Wachter,R.M. , Elsliger , M. A. , Kallio,K., Hanson, G.T. and 
Remington, S . J. 

Structural basis of spectral shifts in the yellow-emission variants 
of green fluorescent protein 
Structure 6 (10) , 1267-1277 (1998) 

9782051 

X-RAY CRYSTALLOGRAPHY (2.5 ANGSTROMS) OF MUTANT WITH YELLOW 
EMISSION. 

to 238) 

Wachter,R.M. , Hanson, G.T. , Kallio,K. 



and 



8 (residues 1 
Elsliger, M. A. , 
Remington, S.J. 

Structural and spectral response of green fluorescent protein 
variants to changes in pH 
Biochemistry 38 (17), 5296-5301 (1999) 

10220315 

X-RAY CRYSTALLOGRAPHY (2.0 ANGSTROMS). 

On Apr 26, 2005 this sequence version replaced gi ; 7428731 . 
[FUNCTION] Energy- transfer acceptor. Its role is to transduce the 
blue chemiluminescence of the protein aequorin into green 
fluorescent light by energy transfer. Fluoresces in vivo upon 
receiving energy from the Ca (2+) -activated photoprotein aequorin. 
[BIOPHYSICOCHEMICAL PROPERTIES] Absorption: Abs(max)=395 nm; 
Note=Exhibits a smaller absorbance peak at 470 nm. The fluorescence 
emission spectrum peaks at 509 nm with a shoulder at 54 0 nm. 
[SUBUNIT] Monomer. 
[TISSUE SPECIFICITY] Photocytes. 

[PTM] Contains a chromophore consisting of modified amino acid 
residues. The chromophore is formed by autocatalytic backbone 
condensation between Xaa-N and Gly-(N+2), and oxidation of 
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FEATURES 

source 



gene 



Protein 



Region 



Region 



Region 



Region 



Region 



Region 



Region 



Tyr-(N+1) to didehydrotyrosine. Maturation of the chromophore 
requires nothing other than molecular oxygen. 
[BIOTECHNOLOGY] Fluorescent proteins have become a useful and 
ubiquitous tool for making chimeric proteins, where they function 
as a fluorescent protein tag. Typically they tolerate N- and 
C-teirminal fusion to a broad variety of proteins. They have been 
expressed in most known cell types and are used as a noninvasive 
fluorescent marker in living cells and organisms. They enable a 
wide range of applications where they have functioned as a cell 
lineage tracer, reporter of gene expression, or as a measure of 
protein-protein interactions. 
[SIMILARITY] Belongs to the GFP family. 

[WEB RESOURCE] NAME=Protein Spotlight; NOTE=The greenest of us all 
- Issue 11 of June 2001; 

URL=: ' http: / /www, expasy. org/spot light /back is sues /spt It Oil . shtml ' . 
Location/Qualifiers 
1..238 

/ or ganism=" Aequo rea victoria" 
/db_xre f = " taxon : 6100 " 
1..238 
/gene="GFP" 
1. .238 
/gene="GFP" 

/products "Green fluorescent protein" 
1. .238 
/ gene = "GFP" 

/region_name= "Mature chain" 

/experiments "experimental evidence, no additional details 
recorded" 

/note="Green fluorescent protein. /FTId=PRO_0000192576 . " 
2 

/gene="GFP" 

/region_name= " Conflict " 

/experiments "experimental evidence, no additional details 
recorded" 

/note="S -> G (in Ref. 3)." 
5. .228 
/gene="GFP" 
/region_name="GFP" 

/note= "Green fluorescent protein; pfam01353" 
/db_xre f = " CDD : 65172 " 
5. .8 

/gene="GFP" 



Re gion 



/region_name= "Helical region" 

/experiments " experimental evidence , 

recorded" 

12 . .22 

/gene="GFP" 

/ region_name= " Beta - strand region" 
/experiments " experimental evidence , 
recorded" 
25. .36 

/gene="GFP" 

/ r eg i on_name ="Beta-st rand region " 
/experiments " experimental evidence , 
recorded" 
25 

/genes "GFP" 

/ r e g i on_name s"Conflict" 
/experiments " experimental evidence , 
recorded" 

/note="H -> Q (in Ref, 2)." 
37. .39 



no additional details 



no additional details 



no additional details 



no additional details 



http://vmw.ncbi.nlni.nih.gov/entrez/viewer.fcgi?db=protein&id=l 169893 
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Region 



Region 



Region 



Bond 



Site 



Region 



Region 



Region 



Region 



Region 



Region 



Region 



/gene="GFP" 

/ r eg i on_name = "Helical r eg ion" 
/experiments " experimental evidence , 
recorded" 
41. .48 

/gene="GFP" 

/ r eg ion_name ="Beta-st rand r eg ion " 

/experiments " experimental evidence , 

recorded" 

57, .60 

/gene="GFP" 

/ r eg i on_name = " He 1 i ca 1 r eg i on " 

/experiments " experimental evidence , 

recorded" 

61. .63 

/gene="GFP" 

/ r eg ion_name= "Hydrogen bonded turn" 

/experiments " experimental evidence , 

recorded" 

bond (65, 67) 

/genes "GFP" 

/bond_types " xl ink " 

/experiments " experimental evidence , 
recorded" 

/note="5-imida2olinone (Ser-Gly) . " 
66 

/genes "GFP" 

/site_type= "modified" 

/experiments " experimental evidence , 

recorded" 

/notes" (z) -2, 3-didehydrotyrosine; " 
69. .71 
/genes "GFP" 

/region__name= "Helical region" 
/experiments " experimental evidence , 
recorded" 
76. .81 
/genes "GFP" 

/region_name= "Helical region" 
/experiments " experimental evidence , 
recorded" 
80 

/genes "GFP" 

/region_name= " Conf 1 ict " 
/experiments " experimental evidence , 
recorded" 

/note="Q -> R (in Ref . 3) ." . 
83. .86 
/genes "GFP" 

/region_name= "Helical region" 
/experiments "experimental evidence, 
recorded " 
87 . . 90 
/genes "GFP" 

/region_names "Hydrogen bonded turn" 
/experiments " experimental evidence , 
recorded" 
92 . . 100 
/genes "GFP" 

/region_names "Beta- strand region" 
/experiments " experimental evidence , 
recorded" 
ICQ 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 
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Region 



Region 



Region 



Region 



Region 



Region 



Region 



Region 



/gene="GFP" 

/ region_name= " Variant " 

/experiments "experimental evidence , 

recorded" 

/note="F -> Y." 

105 . . 115 

/gene="GFP" 

/region_name=" Beta- strand region" 
/experiments "experimental evidence, 
recorded" 
108 

/gene="GFP" 

/region__name=" Variant" 

/experiments " experimental evidence , 

recorded" 

/note="T -> S," 

118. .129 

/gene="GFP" 

/region_name= "Beta- strand region" 
/experiments "experimental evidence, 
recorded" 
135. .139 

/gene="GFP" 

/region_name=" Hydrogen bonded turn" 
/experiments "experimental evidence, 
recorded" 
141 

/gene="GFP" 

/region_names "Variant " 

/experiments "experimental evidence, 

recorded" 

/notes "L -> M. " 

149.. 155 

/genes "GFP" 

/ r eg ion_name ="Beta-st rand r eg i on " 
/experiments " experimental evidence , 
recorded" 
156. .158 

/gene="GFP" 

/ r eg ion_names" Helical region" 
/experiments <• experimental evidence , 
recorded" 
157 

/genes "GFP" 

/ r e g i on_name s"Conflict" 
/experiments " experimental evidence , 
recorded" 

/notes"Q -> p (in Ref. 2)." 
160. .171 

/genes "GFP" 

/ reg ion_names " Be ta - s t rand r eg ion " 
/experiments " experimental evidence , 
recorded" 
172 

/genes "GFP" 

/ r e g i on_name s"Conflict" 
/experiments " experimental evidence , 
recorded" 

/notes"E -> K (in Ref. 2)." 
176. .191 

/gene="GFP" 

/ r e g i on_name ="Beta-st rand r eg i on " 
/experiments " experimental evidence , 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 



no additional details 
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ORIGIN 



// 



recorded" 
Region 198 . .208 

/gene="GFP" 

/region_name=" Beta -strand region" 

/experiments "experimental evidence, no additional details 
recorded" 
Region 215. .228 

/gene="GFP" 

/ r e g i on_name = " B e t a - s t r and r e g i on " 

/experiment=" experimental evidence, no additional details 
recorded" 

Region " 219 

/gene="GFP" 

/region_name= "Variant " 

/experiments "experimental evidence, no additional details 

recorded" 

/note="V -> I. " 

1 mskgeelftg wpilveldg dvnghkfsvs gegegdatyg kltlkfictt gklpvpwptl 
61 vttfsygvqc fsrypdhmkq hdffksampe gyvqertiff kddgnyktra evkfegdtlv 
121 nrielkgidf kedgnilghk leynynshnv yimadkqkng ikvnfkirhn iedgsvqlad 
181 hyqqntpigd gpvllpdnhy Istqsalskd pnekrdhmvl lefvtaagit hgmdelyk 
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□ l( CAA64484,W orts brca2 [Homo sapie...[gi:l 177438] 
Features Se quence 



BLink, Conserved 
Domains, Links 



LOCUS 

DEFINITION 
ACCESSION 
VERSION 
DBSOURCE 



KEYWORDS 
SOURCE 

ORGANISM 



REFERENCE 
AUTHORS 



CAA64484 

brca2 [Homo sapiens] . 
CAA64484 

C7U\644 84 . 1 GI: 117743 8 
embl accession X95152.1 



3418 aa 



linear PRI 14-NOV-2006 



X95153, 


1 


X95154, 


1 


X95155 


1 


X95156, 


1 


X95157, 


1 


X95158 


1 


X95159 


1 


X95160 


1 


X95161 


,1 


X95162 


1 


X95163 


1 


X95164 


1 


X95165 


1 


X95166. 


1 


X95167 


1 


X95168 


1 


X95169 


1 


X95170, 


1 


X95171 


1 


X95172. 


1 


X95173, 


1 


X95174, 


1 


X95175, 


1 


X95176. 


1 


X95177, 


1 



Homo sapiens (human) 

Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; 
Catarrhini; Hominidae; Homo. 
1 

Wooster,R., Bignell,G., Lancaster , J . , Swift, S., Seal,S., 
Mangion,J., Collins, N., Gregory, S., Gumbs,C., Micklem,G., 
Barfoot,R., Hamoudi,R., Patel,S., Rice,C., Biggs, P., Hashim^Y., 
Smith, A., Connor, F., Arason,A., Gudmundsson, J. , Ficenec,D.,- 
Kelsell,D., Ford,D., Tonin,P., Bishop, D.T., Spurr,N.K., 
Ponder, B.A.J. , Eeles,R., Peto,J., Devilee,P., Cornelisse, C . , 
Lynch, H., Narod,S., Lenoir, G., Egilsson,V., Barkadottir,R.B. , 
Easton,D.F., Bentley , D. R . , Futreal , P . A, , Ashworth,A. and 
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TITLE 
JOURNAL 
PUBMED 
REMARK 
REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



Protein 



Region 



Region 



Region 



Region 



Region 



Region 



Region 



Region 



Region 



Stratton,M.R. 

Identification of the breast cancer susceptibility gene BRCA2 
Nature 378 (6559), 789-792 (1995) 

8524414 

Erratum: [Nature 1996 Feb 22 ; 379 (6567) : 749] 
2 (residues 1 to 3418) 
Wooster,R. 
Direct Submission 

Submitted (15- JAN-1996) R. Wooster, Institute of Cancer Research, 
Haddow Labs, 15 Cotswold Rd, Sutton, Surrey, SM2 5NG, UK 
Location/Qualifiers 
1. .3418 

/organism="Homo sapiens" 
/db_xref = " taxon : 9606 " 
/ chromosomes " 13 " 
/map="13q" 
1. .3418 
/name="brca2 " 
1002. .1036 

/region_name= "BRCA2 " 

/note="BRCA2 repeat. The alignment covers only the most 
conserved region of the repeat; pfam00634" 
/db_xref = " CDD ; 64496 " 
1212. .1246 

/region_name= "BRCA2 " 

/note="BRCA2 repeat. The alignment covers only the most 
conserved region of the repeat; pfam00634" 
/db_xre f = " CDD : 64496 " 
1421. .1455 

/region_name=: "BRCA2 " 

/note="BRCA2 repeat. The alignment covers only the most 
conserved region of the repeat; pfam00634" 
/db_xref = " CDD : 64496 " 
1517 . . 1550 

/region_name="BRCA2 " 

/note="BRCA2 repeat. The alignment covers only the most 
conserved region of the repeat; pfam00634" 
/ db_xr e f = " CDD : 64496 " 
1664.. 1696 

/ region_name= " BRCA2 " 

/note="BRCA2 repeat. The alignment covers only the most 
conserved region of the repeat; pfam00634" 
/db_xref = " CDD : 64496 " 
1837. .1868 

/region_name= " BRCA2 " 

/note="BRCA2 repeat. The alignment covers only the most 
conserved region of the repeat; pfam00634" 
/db_xre f = " CDD : 64496 " 
1972. .2005 

/region_name=: "BRCA2 " 

/note="BRCA2 repeat. The alignment covers only the most 
conserved region of the repeat; pfam00634" 
/ db_xr e f = " CDD : 64496 " 
2479.. 2667 

/region_name= "BRCA- 2__helical " 

/note="BRCA2, helical. Members of this family adopt a 
helical structure, consisting of a four-helix cluster core 
(alpha 1, alpha 8, alpha 9, alpha 10) and two successive 
beta-hairpins (beta 1 to beta 4) . An approx; pfam09169" 
/db^xref = " CDD : 72586 " 
2682. .2791 

/region_name="BRCA2DBD_0Bl" 

/note="BRCA2DBD_0Bl: A subfamily of OB folds corresponding 
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r 

to the first OB fold (OBI) of the 800-amino acid 

C- terminal ssDNA binding domain (DBD) of BRCA2 (breast 

cancer susceptibility gene 2) protein, called BRCA2DBD; 

cd04493" 

/ db_xre f = " CDD : 72965 " 
Region 2814 . . 3054 

/region_name= "BRCA2DBD_OB2 " 

/note="BRCA2DBD_OB2 : A subfamily of OB folds corresponding 
to the second OB fold (0B2) of the 800-amino acid 
C-terminal ssDNA binding domain (DBD) of BRCA2 (breast 
cancer susceptibility gene 2) protein, called BRCA2DBD; 
Cd04494" 

/db_xref = " CDD : 72966" 
Region 3073.. 3167 

/region_name= " BRCA2DBD_OB3 " 

/note="BRCA2DBD_OB3 : A subfamily of OB folds corresponding 
to the third OB fold (0B3) of the 800-amino acid 
C-terminal ssDNA binding domain (DBD) of BRCA2 (breast 
cancer susceptibility gene 2) protein, called BRCA2DBD; 
Cd04495" 

/ db_xr e f = " CDD : 72967 " 
CDS 1..3418 

/gene="brca2" 

/coded_by=" join(X95152 . 1: 540 . . 606,X95153 . 1: 501. . 74 9, 
X95154 .1:166, . 274 , X95155 . 1 : 501 . . 550 , X95156 . 1 : 501 . .541, 
X95157. 1:501. . 615 , X95158 . 1 : 501 . . 550 , X95159 . 1 : 501 . .612, 
X95160. 1:431. , 1546 , X95161 . 1 : 481 . . 5412 , X95162 . 1 : 481 . .576, 
X95163 . 1:481. . 550 , X95164 , 1 : 481 . . 908 , X95165 . 1 : 77 . .242, 
X95166. 1:481. . 684 , X95167 . 1 : 501 , . 671 , X95168 . 1 : 501 . .855, 
X95169. 1:500. . 655 , X95170 . 1 : 501 . . 645 , X95171 . 1 : 219 . .340, 
X95172. 1:501. . 699 , X95173 . 1 : 501 . . 664 , X95174 . 1 : 501 . .639, 
X95175. 1:501. . 745 , X95176 . 1 : 501 . . 647 , X95177 . 1 : 310 . .918) " 
/db_xref = "GDB : 387848" 
/db__xre f = " GOA : P5 1 5 8 7 " 
/db_xref = "HGNC : 1101 " 
/db_xref = " PDB : INOW" 

/db_xre f = " UniProtKB/ Swiss - Prot : P51587 " 
ORIGIN /"'^ fic^^eaX^A S6>CjweAACe. 

1 mpigskerpt f f eif ktrcTK kadlgpisln wfeelsseap pynsepaees ehknnnyepn 
61 Ifktpqrkps ynqlastpiijf keqgltlpl yqspvkeldk fkldlgrnvp nsrhkslrtv 
121 ktkmdqaddv scpllnscan^ espwlqcth vtpqrdksw cgslfhtpkf vkgrqtpkhi 
181 seslgaevdp dmswssslat pptlsstvli vrneeasetv fphdttanvk syfsnhdesl 
241 kkndrfiasv tdsentnqre aashgfgkts gnsfkvnsck dhigksmpnv ledevyetw 
301 dtseedsfsl cfskcrtknl qkvrtsktrk kifheanade ceksknqvke k ysfy sevep 
361 ndtdpldsnv anqkpfesgs dkiskewps lacewsqltl sglngaqmek i ^lj iisscd 
421 qnisekdlld tenkrkkdfl tsenslpris slpksekpln eetwnkrde eqhleshtdc 
481 ilavkqaisg tspvassfqg ikksifrire spketfnasf sghmtdpnfk keteasesgl 
541 eihtvcsqke dslcpnlidn gswpatttqn svalkn agli stlkkktnkf iyaihdetsy 
601 kgkkipkdqk selincsaqf eanafeaplt fanadsJTl^ ssvkrscsqn dseeptlslt 
661 ssfgtilrkc srnetcsnnt visqdldyke akcnkeklql fitpeadsls clqegqcxnd 
721 pkskkvsdik eevlaaachp vqhskveysd tdfqsqknll ydhenastli Itptskdvls 
781 nlvmisrgke sykmsdklkg nnyesdvelt knipmeknqd vcalnenykn vellppekym 
841 rvaspsrkvq fnqntnlrvi qknqeettsi skitvnpdse elfsdnennf vfqvanernn 
901 lalgntkelh etdltcvnep ifknstmvly gdtgdkqatq vsikkdlvyv laeenknsvk 
961 qhikmtlgqd Iksdislnid kipeknndym nkwagllgpi snhsfggsfr tasnkeikls 
1021 ehhikkskmf fkdieeqypt slacveivnt laldnqkkls kpqsintvsa hlqssvwsd 
1081 cknshitpqm Ifskqdfnsn hnltpsqkae itelstilee sgsqfeftqf rkpsyilqks 
1141 tfevpenqmt ilkttseecr dadlhvimna psigqvdssk qfegtveikr kfagllkndc 
1201 nksasgyltd enevgfrgfy sahgtklnvs tealqkavkl fsdienisee tsaevhpisl 
1261 ssskchdsw smfkienhnd ktvseknnkc qlilqnniem ttgtfveeit enykrntene 
1321 dnkytaasrn shnlefdgsd sskndtvcih kdetdllftd qhniclklsg qfmkegntqi 
1381 kedlsdltfl evakaqeach gntsnkeqlt atkteqnikd fetsdtffqt asgknisvak 
1441 esfnkivnff dqkpeelhnf slnselhsdi rknkmdilsy eetdivkhki Ikesvpvgtg 
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* 1501 nqlvtfqgqp erdekikept llgfhtasgk kvkiakesld kvknlfdeke qgtseitsfs 
1561 hqwaktlkyr eackdlelac etieitaapk ckemqnslnn dknlvsietv vppkllsdnl 
1621 crqtenlkts ksiflkvkvh enveketaks patcytnqsp ysviensala fytscsrkts 
1681 vsqtslleak kwlregifdg qperintady vgnylyenns nstiaendkn hlsekqdtyl 
1741 snssmsnsys yhsdevynds rilsknnlds giepvlknve dqkntsfskv isnvkdanay 
1801 pqtvnedicv eelvtssspc knknaaikls isnsnnfevg ppafriasgk ivcvshetik 
1861 kvkdiftdsf skvikennen kskicqtkim agcyealdds edilhnsldn decsthshkv 
1921 fadiqseeil qhnqnmsgle kvskispcdv sletsdickc sigklhksvs santcgifst 
1981 asgksvqvsd aslqnarqvf seiedstkqv fskvlfksne hsdqltreen tairtpehli 
2041 sqkgfsynw nssafsgfst asgkqvsile sslhkvkgvl eefdlirteh slhysptsrq 
2101 nvskilprvd krnpehcvns emektcskef klsnnlnveg gssennhsik vspylsqfqq 
2161 dkqqlvlgtk vslvenihvl gkeqaspknv kmeigktetf sdvpvktnie vcstyskdse 
2221 nyfeteavei akafmeddel tdsklpshat hslftcpene xmvlsnsrig krrgeplilv 
2281 gepsikrnll nefdr^Jbnq ekslkaskst pdgtikdrrl fmhhvslepi tcvpfrttke 
2341 rqeiqnpnft apgqeflsks hlyehltlek sssnlavsgh pfyqvsatrn ekmrhlittg 
2401 rptkvfvppf ktkshfhrve qcvrninlee nrqkqnidgh gsddsknkin dneihqfnkn 
2461 nsnqaaavtf tkceeepldl itslqnardi qdmrikkkqr qrvfpqpgsl ylaktstlpr 
2521 islkaavggq vpsacshkql ytygvskhci kinsknaesf qfhtedyfgk eslwtgkgiq 
2581 ladggwlips ndgkagkeef yralcdtpgv dpklisriwv ynhyrwiiwk laamecafpk 
2641 efanrclspe rvllqlkyry dteidrsrrs aikkimerdd taaktlvlcv sdiislsani 
2701 setssnktss adtqkvaiie ltdgwyavka qldppllavl kngrltvgqk iilhgaelvg 
2761 spdactplea peslmlkisa nstrparwyt klgffpdprp fplplsslfs dggnvgcvdv 
2821 iiqraypiqw mektssglyi frnereeeke aakyveaqqk rlealftkiq eefeeheent 
2881 tkpylpsral trqqvralqd gaelyeavkn aadpaylegy fseeqlraln nhrqmlndkk 
2 941 qaqiqleirk amesaeqkeq glsrdvttvw klrivsyskk ekdsvilsiw rpssdlysll 
3001 tegkryriyh latsksksks eraniqlaat kktqyqqlpv sdeilfqiyq preplhfskf 
3061 Idpdfqpscs evdligfws wkktglapf vylsdecynl laikfwidln ediikphmli 
3121 aasnlqwrpe sksglltlfa gdfsvfsasp keghfqetfn kmkntvenid ilcneaenkl 
3181 mhilhandpk wstptkdcts gpytaqiipg tgnkllmssp nceiyyqspl slcmakrksv 
3241 stpvsaqmts ksckgekeid dqknckkrra Idf Isrlplp ppvspictfv spaaqkafqp . 
3301 prscgtkyet pikkkelnsp qmtpfkkfne isllesnsia deelalintq allsgstgek 
3361 qfisvsestr taptssedyl rlkrrcttsl ikeqessqas teeceknkqd tittkkyi 
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□ l: KAA43099.y eports hemagglutinin [In... [gi:323995] 
Features Sequence 



BLink, Conserved 
Domains. Links 



LOCUS 

DEFINITION 

ACCESSION 

VERSION 

DBSOURCE 

KEYWORDS 

SOURCE 

ORGANISM 



REFERENCE 
• AUTHORS 

TITLE 

JOURNAL 
PUBMED 
COMMENT 
FEATURES 

source 



linear VRL 13-JUL-2006 
(A/Udorn/307/1972 (H3H2) ) ] . 



Protein 



matpeptide 



AAA43099 566 aa 

hemagglutinin [Influenza A virus 
AAA43099 

AAA43 099 .1 GI: 323 995 

locus FLADORNHA accession M54895. 1 



Influenza A virus (A/Udorn/307/1972 (H3H2 ) ) 

Influenza A virus (A/Udorn/307/1972 (H3H2 ) ) 

Viruses; ssRNA negative -strand viruses; Orthomyxoviridae; 

Inf luenzavirus A. 

1 (residues 1 to 566) 

luferov, V,P. , Karginov, V.A. , Samokhvalov, E, I . , Chizhikov, V.E. and 
Vasilenko,S.K. 

Nucleotide sequence of the hemagglutinin gene of the influenza 

virus A/Udorn/3 07/72 (H3N2) 

Dokl. Akad. Nauk SSSR 278 (3), 738-742 (1984) 
6548691 

Method: conceptual translation. 
Location/Qualifiers 
1. .566 

/organism= "Influenza A virus (A/Udorn/307/1972 (H3H2) ) " 
/ s t rain= " A/Udorn/ 3 07/1972" 
/serotype="H3H2" 
/db_xre f = " t axon ; 387186 " 
1..566 



Region 



mat peptide 



Region 



CDS 



/product= "hemagglutinin" 
1. .345 

/products "hemagglutinin" 
/note="subunit 1" 
29.. 566 

/region_name= "Hemagglutinin" 

/note= "Hemagglutinin. Hemagglutinin from influenza virus 
causes membrane fusion of the viral membrane with the host 
membrane. Fusion occurs after the host cell internalises 
the virus by endocytosis; pfam00509" 
/ db_xr e f = " CDD : 64376 " 
346. .566 

/produc t = " hemagglut inin " 
/note="subunit 2" 
396. .>490 

/ reg ion_name= " BBC " 

/note="B-Box C- terminal domain; Coiled coil region 
C- terminal to (some) B-Box domains; smart00502" 
/ db_xre f = " CDD : 47806 " 
1. .566 
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- ^ /coded_by="M54895.1:30. .1730" 
ORIGIN 

1 mktiialsyi fclvlgqdfp gndnstatlc Ighhavpngt Ivktitndqi evtnatelvq 

61 ssstgkicnn phrildgidc tlidallgdp hcdgfqnetw dlfverskaf sncypydvpd 

121 yaslrslvas sgtlefiseg ftwtgvtqng gsnackrgpd sgffsrlnwl yksgstypvl 

181 nvtmpnndnf dklyiwgvhh pstdqeqtsl yvqasgrvtv stkrsqqtii pnigsrpwvr 

241 glssrisiyw tivkpgdilv insngnliap rgyfkmrtgk ssimrsdapi gtcisecitp 

301 ngsipndkpf qnvnkitxga cpkyvkqntl klatgmrnvp ekqtrglfsa iagfiengwe 

361 gmidgwygfr hqnsegtgqp adlkstqaai dqingklnrv iektnekfhq iekefseveg 

421 riqdlekyve dtkidlwsyn aellvalenq htidltdsem nklfektsrq Irenaedmgn 

481 gcfkiyhkcd nacigsirng tydhdvyrde alnnrfqikg velksgykdw ilwisfaisc 

541 fllcwllgf imtacqkgni rcnici 
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